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MS ALGA VI ALLLWGQLFAVDS GNDVTDI ADDGCPKP PE I AHG YVEHS VR YQCKNY YKLRT 6 0 
MSALGAVI ALLLWGQLFAVDSGNDVTDIADDGCPKPPEIAHGYVEHS VRYQCKNYYKLRT 6 0 
MSALGAVIALLLWGQLFAVDSGNDVTDIADDGCPKPFEIANGYVEHLVRYQCKKYYRLRT 6 0 
MPJU^GAVVTLLLWGQLFAVELGNDAMDFEDDSCPKPPEIANGYVEHLVRYRCRQFYRLRA 6 0 
MRALGA VVTLLLWGQLF AVELGND AMDFEDD S C P KP PE I ANG Y VEHLVR YR C RQF YR LRA 6 0 
MFJUJGAVVTLLLWGQLFAAELGNDAMDFEDDSCPKPPEIANGYVEHLVRYRCRQFYRLRT 6 0 
MRALGA VVTLLLWGQLFAVELGNDATDIEDDSCPKPPEIANGYVEHLVRYRCRQFYKLQT 6 0 
MRALGAVVTLLLWGQLFAVDLSITOAM 5 9 

EDTGSEATNNTEVSLPKPPVIEWGYVEHMIRYQCKPFYKLHT 4 2 

: : : . **** * ****** . * * . * 

EGDGVYTLN 69 

E GDG VYTLNDKKQ WI NKA VGDKL PE CE ADDG C P KP P E I AHG Y VEHS VR YQCKNY Y KLRTE 12 0 

EGDGVYTLN 69 

EGDGVYTLN- 69 

EGDGVYTLN — 69 

EGDGVYTLN 69 

EGDGIYTLN --^ 6 9 

EGDGVYTLN- 68 

EGDGVYTLN 51 

* * ** - * * * * 

NEKQWINKAVGDKX.PECEAVCGKPKNPANPVQRILGGHL.DAKGSFPWQAKMV 121 

GDG VYTLNNEKQ W I NKA VGD KLLPE CE A VCGK PKN PANP VQR I LGGHLDAKGS F P WQ AKM V 18 0 

_ NEKQWTNKAVGDKLPECE AVCGKPKNPANPVQR I LGGHLDAKGS FPWQAKMV 121 

DEKQWMNT VAGEKLPECEAVCGKPKHPVDQVQRI I GGSMDAKGS FPWQAKMI 121 

DEKQWVNT VAGEKLPECEAVCGKPKHPVDQVQRI I GGSMDAKGS FPWQAKMI 121 

DE KQWVNT AAGEKLPECE AVCGKPKHP V VQVQRI IGGSMDAKGSFPWQAKMI 121 

SEKQWVNPAAGDKLPKCEAVCGKPKHPVDQVQRI I GGSMDAKGS FPWQAKMI 121 

SEKQWVNTAAGERLPECEAVCGKPKHPVDQVQRI I GGS LDAKGS FPWQAKMV 12 0 

SEKHWTNKAVGEKLPECEAVCGKPKNPVDQVQRIMGGS VDAKGS FPWQAKMV 10 3 

# ** : * * ^ *..** ; *********.* m ****.** .************- 

S HHNLTTGATL I NEQ WLLTTAKNLFLNHS ENATAKD I APTLTL YVGKKQLVE I EKWLHP 181 

S HHNLTTGATL INEQWLLTTAKNLFLNHS ENATAKD I APTLTL YVGKKQLVE I EKWLHP 24 0 

S RHNLTTGATL INEQWLLTTAKNLFLNHS ENATAKD I APTLTL YVGKNQLVE I EKVVLYP 181 

S RHGLTTGATL I SDQ WLLTTAKNLFLNHS ETAS GKD I APTLTL YVGKNQLVE IE KVI LHP 181 

S RHGLTTGATL I S DQWLLTTA KNLFLNHS ETAS AKD I TPTLTL YVGKNQLVE I EKWLHP 181 

SRHGLTTGATL I SDQ WLLTTAKNLFLNHS ETAS AKD I APTLTL YVGKNQLVE I EKWLHP 181 

S RHGLTTGATL I S DQWLLTTAQNLFLNHS ENATAKD I APTLTL YVGKNQLVE I EKWLHP 181 

S RHEL I TGATL I SDQ WLLTTAKNLFLNHS ED ATS KD I APTLKLYVGKMQ PVE I EKW I HP 18 0 

SHHNLTSGATL INEQWLLTTAKNLFLGHKDDAKAND I APTLKL YVGKNQLVE VEKWLHP 16 3 



.***** .*******.**** 



.**.*** ***** 



* * . * * * . . . 



NYSQVD I GL I KLKQKVS VNER VMP I CL PS KD YAE VGRVGYVS GWGRNANFKFTDHLKYVM 241 

NYSQVD I GLI KLKQKVS VNER VMP I CLPSKDYAE VGRVGYVSGWGRNANFKFTDHLKYVM 3 00 

NYS Q VD I GLIKLKDKVPVNER VMP I CLPSKD YAE VGRVGYVS GWGRNANFKFTDHLKYVM 241 

NHSWDIGLIKLKQRVLVTERVMPICLPSKDYVAPGRVGYVSGWGRNQDFRFTDRLKYVM 241 

NHS WD I GLI KLKQRVLVTER VMP I CLPS KDYI APGRVGYVS GWGRNANFRFTDRLKYVM 2 41 

NHS WD I GL I KLKQR VLVTER VMP I CL PS KD Y VAPGR VGYLS G WGRN VNFRFTERFK Y VM 2 41 

ERSWDIGLI KLKQKVLVTEKVMP I CLPS KDY VAPGRMGYVS GWGRNVNFRFTERLKYVM 2 41 

NRS VVD I GV I KLRQKVPVNER VMP I CLPS KDY I APGRMGYVS GWGRNANFRFTDRLKYVM 24 0 

DYSKVDIGLIKLKQKVPIDERVMPICLPSKDYAEVGRIGYVSGWGRNSNFNFTELLKYVM 223 



** ** . * ** . 



. *********** 



. ****** 



LPVADQDQCIRHYEGSTVPEKKTPKSPVGVQPILNEHTFCAGMSKYQEDTCYGDAGSAFA 3 01 
LPVADQDQCIRHYEGSTVPEKKTPKS PVGVQP I LNEHTFCAGMS KYQEDT CYGD AGS AFA 3 6 0 
LPVADQYQCVKHYEGSTVPEKKTPKSPVGQQPILNEHTFCAGMSKYQEDTCYGDAGSAFA 3 01 
LPVADQDKCWHYEKSTVPEKKNFTS PVGVQP I LNEHTFCAGLTKYEEDTCYGDAGS AFA 3 01 
LPVADQDKCWHYENSTVPEKKNLTS PVGVQP I LNEHTFCAGLTKYQEDTCYGDAGS AFA 3 01 
LPVADQDKCWHYENSTVPEKKNFTS PVGVQP I LNEHTFCVGLSRYQEDTCYGDAGS AFA 3 01 
LPVADQEKCELHYEKSTVPEKKGAVTPVGVQPILNXHTFCAGLTKYEEDTCYGDAGSAFA 3 01 
LPVADQDSCMLHYEGSTVPEKEGSKSSVGVQPILNEHTFCAGMTKYQEDTCYGDAGSAFA 3 0 0 
L P VADQ DKC VQHYEGS TV PEKKS P KS P VG VQ P I LNE HT FCAGM S KFQEDTC YGD AGS AFA 2 8 3 



****** 



*** ******. 



** *****-**** 



. ************* 
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sp | P0 07 37 | HPT1_HUMAN VHDLEEDTWYATGILSFDKSCAVAEYGVYVKVTS IQDWVQKTIAEN 347 

sp | P00738 [HPT2_HUMAN VHDLEEDTWYATG ILS FDKS CAVAE YGVYVK VTS IQDWVQKTIAEN 4 06 

sp | P5 04 17 j HPT_ATEGE VHDLEEDTWYAAG I LSFDKSCGVAEYGVYVKATS IQDWVQKTIAEN 347 

tr|Q60574|Q60574 I HDMEE DTWYAAG I LS FDKS CAVAE YGVYVRATDLKDWVQETMAKN 347 

tr |Q61646 |Q61646 I HDMEE DTWYAAG I LS FDKS CAVAE YGVYVRATDLKD WVQETMAKN 347 

sp | Q 6 2 5 5 8 | HPT_MUS S A I HDMEEDTWXAAG ILS FDKS CAVAE YGVYVRATDLKD WVQETMAKK 34 7 

sp | P 0 6 8 6 6 [ HPT_RAT VHDTEE DTWYAAG ILS FDKS CAVAE YGVYVKATDLKD WVQETMAKN 347 

tr{O35086 j 03 5086 I HDLEQDTWYAAG I LS FDKS CS VAE YGVYVK VNS FLDW I QETMAKN 346 

sp | PI 9 0 0 6 | HPT_CANFA . VHDQDE DTWYAAG ILS FDKS CT VAE YGVYVK VPS VLAWVQET I AGN 3 29 
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CD16 3 

CD16 3 cyt. Var 1 
CD16 3 cyt. var 2 
CD163 ext. cell. Var 



MVLLEDSGS ADFRRHFVNLS PFTITWLLLSACFVTSSLGGTDKELRLVDGENKCSGRVE 6 0 
MVLLEDSGSADFRRHFVNLS PFTIT WLLLSACFVTSSLGGTDKELRLVDGENKCS GRVE 6 0 
MVLLEDSGS ADFRRHFVNLS PFTITWLLLSACFVTSSLGGTDKELRLVDGENKCSGRVE 6 0 
MVLLEDSGSADFRRHFVNLS PFTIT WLLLSACFVTSSLGGTDKELRLVDGENKCS GRVE 6 0 
************************************************************ 
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Q07898 
Q07901 
Q07900 
Q07899 



Q07898 
Q07901 
Q07900 
Q07S99 



Q07898 
Q07901 
Q07900 
Q07899 



VKVQEEWGTVCNNGWSMEAVSVICNQLGCPTAIKAPGWANSSAGSGRIWMDHVSCRGNES 12 0 

VKVQEEWGTVCNNGWSMEAVSVICNQLGCPTAIKAPGWANSSAGSGRIWMDHVSCRGNES 12 0 

VKVQEE WGT V CNNGW S ME A VS V I CNQLGC PTAI KA PG WANS S AGS GR I WMD HVS CR GNES 12 0 

VKVQEEWGTVCNNGWSMEAVSVICNQLGCPTAIKAPGWANSSAGSGRIWIDHVSCRGNES 12 0 
************************************************************ 

ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLEMRLTRGGNMCSGRIEI KFQGRWGTVCD 18 0 

ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLEMRLTRGGNMCSGRIEIKFQGRWGTVCD 18 0 

ALWDCKHDGW GKHSN CTHQQDAGVT CS DGSNLEMRLTRGGNMCSGR I E I KFQGRWGTVCD 180 

ALWDCKHDGWGKHSNCTHQQDAGVTCSDGSNLF^RLTO 180 
************************************************************ 

DNFNIDHASVICRQLECGSAVSFSGSSNFGEGSGPIWFDDLICNGNESALWNCKHQGWGK 240 
DNFNI DHASV I CRQLECGS AVSFSGS SNFGEGSGP I WFDDLI CNGNESALWNCKHQGWGK 240 
DNFWIDHASVICRQLECGSAVSFSGSSNFGEGSGPIWFDDLICNGNESALWCKHQGWGK 24 0 
DNFNI DHASV I CRQLECGS A VS FS GS SNFGEGSGP I WFDDL I CNGNESALWNCKHQGWGK 240 
************************************************************ 

HNCDHAEDAG V I CS KGADLS LRL VDGVTE CSGRLE VRFQGE WGTI CDDGWD S YDAAVACK 3 00 
HNCDHAEDAG VI CS KGADLS LRL VD GVTE CSGRLE VRFQGE WGTI CDDGWDS YDAA VACK 3 00 
HNCDHAEDAG VI CSKGADLSLRLVDGVTECSGRLEVRFQGEWGTI CDDGWDS YDAAVACK 300 
HNCDHAEDAGVICSKGADLSLRLVDGVTECSGRLEVRFQGE WGTI CDDGWDS YDAAVACK 300 
**************************** * * ****************************** 

QLGCPTAVTA I GRVNAS KGFGH I WLDSVS CQGHEPAVWQCKHHE WGKHYCNHNEDAGVTC 360 
QLGCPTAVTA I GRVNAS KGFGHI WLDSVS CQGHE PAVWQCKHHEWGKHYCNHNEDAGVTC 360 
QLGCPTAVTA IGRVNASKGFGHI WLDS VSCQGHEPAVWQCKHHEWGKHYCNHNEDAGVTC 360 
QLGCPTAVTA I GRVNAS KGFGHI WLDSVS CQGHE PAWQCKHHE WGKHYCNHNEDAGVTC 360 
************************************************************ 

S DGS DLELRLRGGGS RCAGT VE VE I QRLLGKVCDRGWGLKE AD WCRQLGCGS ALKTS YQ 420 
SDGSDLELRLRGGGSRCAGTVEVEI QRLLGKVCDRGWGLKEADWCRQLGCGSALKTS YQ 420 
S DGSDLELRLRGGGS RCAGTVE VE I QRLLGKVCDRGWGLKEADWCRQLGCGS ALKTS YQ 420 
S DGS DLELRLRGGGS RCAGTVEVE I QRLLGKVCDRGWGLKE AD WCRQLGCGSALKTSYQ 420 
************************************************************ 

VY S KI QATNTWLFLS S CNGNETSLWDCKNWQWGGLTCDHYEEAKI TCS AHRE PRLVGGD I 480 

VYS K I QATNT WLFLS S CNGNETSLWDCKNWQWGGLTCDHYEEAKI TCS AHRE PRLVGGD I 480 

VYS KI QATNTWLFLS S CNGNETSLWDCKNWQWGGLTCDHYEEAKI TCS AHRE PRLVGGD I 48 0 

VYS KI QATNTWLFLS S CNGNETSLWDCKNWQWGGLTCDHYEEAKI TCS AHREPRLVGGD I 480 
************************************************************ 

PCS GRVE VKHGDTWGS ICDSDFSLEAAS VLCRELQCGTWS ILGGAHFGEGNGQI WAEEF " 54 0 
PCS GRVE VKHGDTWGS ICDSDFSLEAAS VLCRELQCGTWS ILGGAHFGEGNGQI WAEEF 54 0 
PCSGRVE VKHGDTWGS ICDSDFSLEAAS VLCRELQCGTWS ILGGAHFGEGNGQI WAEEF 54 0 
PCSGRVEVKHGDTWGS ICDSDFSLE AAS VLCRELQCGTWS ILGGAHFGEGNGQI WAEEF 54 0 
************************************************************ 

QCEGHES HLS LCP VA PR PEGTCS HS RD VG V VCS 573 

QCEGHES HLS LC P V A PRPEGTCS HS RDVGWCS S KTQKTS L I GS YT VKGTGLGS HS CLFL 600 

QCEGHESHLSLCPVAPRPEGTCSHSRDVGWCS 5 73 . 

QCEGHESHLSLCPVAPRPEGTCSHS RDVGWCS 573 

********************************* 

RYTE IRLVNGKTPCEGRVELKTLGAWGSLCNSHWD IEDAHVLCQQLKCGVALST 6 27 

KPCLLPGYTE IRLVNGKTPCEGRVELKTLGAWGSLCNSHWDIEDAHVLCQQLKCGVALST 66 0 

RYTE I RLVNGKTPCEGR VELKTLGAWGS LCNS HWD I EDAH VLCQQLKCG VALS T 627 

R YTE I RLVNGKTPCEGR VELKTLGAWGS L CNSHWD I ED AH VLCQQ LKCG VALS T 6 27 

***************************************************** 
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tr |Q07898 
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tr|Q07899 



tr |Q07898 
tr|Q07901 
tr |Q07900 
tr Q07899 



Q0 78 98 PGGARFGKGNGQIWRHMFHCTGTEQHMGDCPVTALGASLCPSEQVASVICSGNQSQTLSS 68 7 

Q07901 PGG AR FGKGNGQ I WRHM FHCTGTEQHMGD CP VT ALG AS LC PS EQ VAS V I CS GNQS QTLS S 72 0 

QO 7 9 0 0 PGGARFGKGNGQI WRHMFHCTGTEQHMGDCPVTALGASLC PS EQVAS VI CS GNQS QTLS S 6 8.7 

Q07899 PGGAR FGKGNGQ I WRHMFHCTGTEQHMGDCPVTALGAS LC PS EQVAS VI CS GNQS QTLS S 68 7 

************************************************************ 

Q07898 CNS SS LGPTRPTI PEESAVACI ESGQLRLVNGGGRCAGRVE I YHEGS WGT I CDDS WDLSD 74 7 

Q07901 CNS S S LGPTR PT I PEES AVAC I ESGQLRL VNGGGR CAGR VE I YHEG S WGT I CDDS WDLSD 78 0 

Q 0 7 9 0 0 CNS S S LGPTR PT I PEES A VAC I ES GQLRL VNGGGR CAGR VE I YHEGS WGT I CDDS WDLSD 74 7 

Q0 78 99 CNS S S LG PTR PT I PEE S A VAC I E S GQLRL VNGGGR CAGR VE I YHEG S WGT I CDDS WDLS D 74 7 

****************************************************** 

QO 7 8 98 AHWCRQLGCGEAINATGSAHFGEGTGPI WLDEMKCNGKESRI WQCHS HGWGQQNCRHKE 8 07 

Q07901 AHWCRQLGCGEAINATGSAHFGEGTGP I WLDEMKCNGKESR I WQCHS HGWGQQNCRHKE 84 0 

Q079 00 AHWCRQLGCGEAINATGSAHFGEGTGPI WLDEMKCNGKESR I WQCHS HGWGQQNCRHKE 8 07 

Q07S99 AHWCRQLGCGEAINATGSAHFGEGTGPIWIiDEMKCNGKESRIWQCHSHGWGQQNCRHKE 8 07 

************************************************************ 

Q 0 7 8 9 8 DAGVI CS E FMS LRLTS EAS REACAGRLE VF YNGAWGTVGKS S MSETTVG WCRQLG CADK 867 

QO 7 9 01 DAGVI CSE FMS LRLTS EAS RE ACAGRLEVF YNGAWGTVGKS SMS ETTVGWCRQLG CADK 90 0 

Q 0 7 9 0 0 DAGVI CS EFMS LRLTS EAS REACAGRLE VF YNGAWGTVGKS SMS ETTVGWCRQLGCADK 867 

Q 0 7 8 9 9 DAGVI CSE FMS LRLTS EASREACAGRLE VF YNGAWGTVGKS SMS ETTVGWCRQLGCADK 8 67 

************************************************************ 

Q078 98 GKINPASLDKAMS I PMWVDNVQCPKGPDTLWQCPSSPWEKRLASPSEETWITCDNKIRLQ 927 

Q0 79 01 GKINPASLDKAMS I PMWVDNVQCPKGPDTLWQCPSSPWEKRLASPSEETWITCDNKIRLQ 960 

Q079 00 GKINPASLDKAMS IPMWVDNVQCPKGPDTLWQCPSSPWEKRIiASPSEETWITCDNKIRLQ 927 

Q078 99 GKINPASLDKAMS I PMWVDNVQCPKGPDTLWQCPSSPWEKRLASPSEETWITCDNKIRLQ 92 7 

************************* ***** ****************************** 

Q0 78 98 EGPTS CS GR VE I WHGGS WGT VCDDS WDLDD AQ VVCQQLGCGPALKAFKEAE FGQGTG P I W 987 

Q07901 EGPTS CSGRVE I WHGGS WGT VCDDS WDLDDAQWCQQLGCGPALKAFKEAE FGQGTGP I W 102 0 

Q079 00 EGPTS CSGRVE I WHGGS WGT VCDDS WDLDDAQ VVCQQLGCGPALKAFKEAE FGQGTG P I W 987 

Q078 99 EGPTS CSGRVE I WHGGS WGT VCDDS WDLDDAQ VVCQQLGCGPALKAFKEAE FGQGTGP I W 987 

. ********** * * ************************************************ 

Q078 98 LNEVKCKGNESSLWDCPARR WGHSECGHKEDAAVNCTD I S VQKTPQKATTGRS SRQSSFI 1047 

Q07901 LNEVKCKG1SIESSLWDCPARRWGHSECGHKEDAAVNCTDISVQKTPQKATTGRSSRQSSFI 1080 

Q07900 LNE VKCKGNE S S LWDC PARR WGHS E CGHKE DAAVNCTD I S VQKT PQ KATTGRS S RQ S S F I .1047 

Q0 78 99 LNE VKCKGNES SLWDCPARR WGHSECGHKEDAAVNCTD I S VQKTPQKATTGRS SRQS SFI 104 7 

************************************************************ 

Q 0 7 8 9 8 AVGI LGWLLAI FVALFFLT KKRRQRQRLAVS S RGENLVHQ IQYREMNS CLNADDLDLMN 1107 

Q0 7 9 01 AVG I LGWLLAI FVALFFLTKKRRQRQRLA VS SRGENLVHQI Q YREMNS CLNADDLDLMN 114 0 

Q0 790 0 AVGI LGWLLAI FVALFFLTKKRRQRQRLA VSS RGENLVHQ IQYREMNS CLNADDLDLMN 1107 

Q0 78 99 AVGILGWLLAI FVALFFLTKKRRQRQRLA VSSRGENLVHQIQYREMNS CLNADDLDLMN 1107 

************************************************************ 

Q07898 SSG GHSEPH 1116 

Q0 79 01 SSG GHSEPH 114 9 

Q07900 SSGLWVLGGS IAQGFRS VAAVEAQTFYFDKQLKKS KNVIGSLDAYNGQE 1156 

Q0 78 9 9 SSE NSHESADFSAAELISVSKFLPISGMEKEAILSHTEKENGNL 1151 
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Figure 8 
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